Abstract
Introduction

38
Leishmaniasis is a neglected disease caused by infection with flagellate protozoan 39 parasite Leishmania of the family Trypanosomatidae. There are three main forms of 40 leishmaniasis: visceral or kala-azar (VL), cutaneous (CL) and mucocutaneous (MCL).
41
Over 20 Leishmania species known to be infective to humans are transmitted by the 42 bite of infected sand flies of which at least 98 species were proven or probable vectors 43 worldwide [1] . An estimated 2 million new cases and 50 000 deaths occur in over 98 44 countries annually [2] . In China, which is one of 14 high-burden countries of VL [3] , 45 there exists three epidemiological types: anthroponotic VL (AVL), mountain-type 46 zoonotic VL (MT-ZVL), and desert-type ZVL (DT-ZVL) [4] . Acknowledging the 47 information on the epidemiology including the vector and animal reservoir hosts of the 48 disease is better to understand the disease and its control. 49 In view of the topography in the northwest of China, DT-ZVL is found largely in 
Results
161
Leishmania infection of the captured snakes in the study area 162 Through preliminary determination of identity using BLASTn, the total 163 prevalence of Leishmania DNA detected via PCR was 46.7% (7/15). 5 (33.3%) snakes 
197
Regarding the BI tree inferred from each locus, the phylogenetic analyses inferred 198 from the aligned matrix of cyt b (Fig 2 (A) The Hsp70 analysis (Fig 2 (B) ) showed a similar structure to the phylogenetic tree 
Median Joining network
230
To get additional insight into the relationships among the strains, we analyzed our 231 data sets using the Median Joining algorithm network approach. The MJ analysis of 232 three regions was congruent with the topology described in the BI trees, and no
233
haplotype was shared among the species groups.
234
The network of cyt b in Fig 2 (A) Gansu (HQ908263, HQ908271).
245
For the Hsp70 region, the haplotype network of Fig 2 (B) haplotype as three mutational steps.
254
As shown in the haplotype network of ITS1-5.8S in Fig 2 (C) , the Leishmania sp. while the distribution of the other two species was lack of the significant geographic 274 specificity in this study owing to the limit of the sample size.
275
The effect of many factors (e.g., the condition of specimen, the DNA extraction it is recommended to isolate and culture the promastigotes from liver or blood of 335 reptiles and study the virulence to mammals.
336
In conclusion, the present study is the first time to investigate the natural 
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